. Sequence Alignment of α−Parvin-CH C with Homologous Type-1 CH domains Secondary structural elements and the characteristic C/E-loop insertion and N-linker helix of α-parvin are indicated. Regions forming the LD binding site are labelled in green. Grey boxes denote the actin binding sites ABS1 and ABS2, which are conserved across type-1 CH domains; black arrows highlight residues within ABS1 and ABS2 that are critical for the actin binding activity of α-actinin.
N) > 0.2 ppm for LD1 and LD2) were fitted globally to a single-site model (see experimental procedures). The errors refer to the fit only and exclude experimental errors. Note that errors are higher for LD3 and LD4, due to relatively low affinity and poor solubility, respectively. No value could be derived for LD5 due to its low affinity. The K D -value for LD1 represents the weighted average over both antiparallel binding orientations, which exchange fast on the NMR timescale. For the simulation of PRE effects in both unidirectional binding modes, the distances, r, of the unpaired electron of the PROXYL moiety to the backbone amide protons were estimated on the basis of the crystal structures of α−parvin-CH C bound to LD1 and LD4, respectively, as described in the text. Note that the structure of LD4 was used here rather than LD2, since the N-terminus of the latter deviates from α-helicity, possibly due to crystal packing ( Figure 3A) . Subsequently, residue-specific PRE-values, I/I 0 , were derived according to (Jain et al., 2001; Johnson et al., 1999) 
where (1/T 2 ) and (1/T 2 ) 0 denote the transverse relaxation rates in the presence and absence of spin label. The parameter t denotes the total time of the INEPT (insensitive nuclei enhanced by polarization transfer) and reverse-INEPT periods of the HSQC pulse sequence, during which the amide proton magnetization experiences paramagnetic relaxation, in this case 10.6 ms. K is given by 1/15*S(S+1)g (Jain et al., 2001) where S denotes the electron spin, γ the proton gyromagnetic ratio, g the electronic g-factor, b the Bohr magneton, r the distance between the electron spin and the nuclear spin. t c , the rotational correlation time of the vector connecting the electron and nuclear spins was estimated to be 8.5 ns based on literature values (Su et al., 2007 ) and ω, the 1 H Larmor frequency, was 950 MHz. I and I 0 were determined as peak heights rather than volumes, since they could be determined more accurately and for a larger number of resonances. 
